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<141> 2003-11-21 

<160> 6 

<170> Patentln version 3.2 

<210> 1 

<211> 481 

<212> PRT 

<213> Citrullus lanatus 

<400> 1 

Met Lys Val Thr Met Thr Ser Gly Gly Met Pro Ser lie Pro Ser Ser 
1 ~ 5 10 15 



lie Ser Pro Pro Pro Val Thr Leu Pro Leu Arg Asn lie Pro Gly Ser 
20 25 " 30 



Tyr Gly Leu Pro Leu Phe Gly Ser lie Gly Asp Arg Leu Asp Tyr Phe 
35 ~ 40 45 



Trp Phe Gin Gly Pro Glu Lys Phe Phe Arg Ser Arg Met Glu Lys Asn 
50 55 60 



Gin Ser Thr Val Phe Arg Thr Asn Val Pro Pro Ser Phe Pro Phe Phe 
65 70 75 80 



Phe Thr Asp Pro Arg Val lie Ala Val Leu Asp Cys Lys Ser Phe Ala 
85 90 95 



His Leu Phe Asp Met Glu lie Val Glu Lys Lys Asn Val Leu Val Gly 
100 105 110 



Asp Phe Met Pro Ser Thr Ser Phe Thr Gly Asn Met Arg Val Cys Ala 
115 120 125 



Tyr Leu Asp Thr Ser Glu Ser Gin His Ser Lys lie Lys Asn Phe Val 
130 135 140 



Met Asp Val Leu Arg Arg Ser Ser Arg lie Trp lie Gin Glu Leu Glu 
145 150 155 160 



Ser Asn Leu Ser Thr Met Trp Asp Ser lie Glu Ser Glu lie Ala Lys 
165 170 175 



Asp Thr Lys Ser Ser Phe Arg Asn His Leu Gin Pro Thr Leu Phe Asn 
180 185 190 



Phe Phe Ser Lys Thr Leu Ala Gly Ala Asp Thr Ala Lys Ser Pro Glu 
195 200 205 



Val Ala Lys Ser Gly Tyr lie Asp Val lie lie Trp Leu Gly Leu Gin 
210 215 220 



Leu Val Pro Thr lie His lie Gly lie Leu Gin Pro Leu Glu Glu lie 
225 230 235 240 



Phe Leu His Ser Phe Arg Leu Pro Phe Phe Pro lie Ala Ser Arg Tyr 
245 250 255 



Gin Arg Leu Tyr Asp Phe lie Gin Lys Glu Gly Glu Glu Val Val Glu 
260 265 270 



Arg Gly Val Ser Glu Phe Gly Leu Thr Lys Asp Glu Ala lie His Asn 
275 280 285 



Leu lie Phe Thr Met Gly Phe Asn Ala Tyr Gly Gly Phe Ser Leu Phe 
290 295 ' 300 



Phe Pro Val Leu Leu Asp Arg lie Leu Asn Asp Lys Thr Gly Leu Gin 
305 310 315 320 



Gin Arg lie Leu Glu Glu Val Lys Ala Lys Thr Gly Ser Gly Leu Thr 
325 330 335 



Phe Glu Ser Val Lys Glu Met Asp Leu lie Tyr Ser Val Val Tyr Glu 
340 * 345 350 



Thr Leu Arg 



Leu Asp Pro Pro Val Pro Thr Gin Tyr Ala 



Arg Ala Arg 



360 



365 



Lys Asp Phe Lys Leu Ser Ser Tyr Asp Ser Ala Tyr Ser lie Lys Lys 
370 375 " 380 



Gly Glu Leu Leu Cys Gly Tyr Gin Pro Leu Val Met Arg Asp Pro Lys 
385 390 395 400 



Val Phe Asn Lys Pro Lys Thr Phe Asn Pro Gly Arg Phe Arg Gly Glu 
405 410 415 



Lys Gly Ala Ala Leu Leu Asp Tyr Leu Phe Trp Ser Asn Gly Pro Gin 
420 425 430 



Thr Gly Leu Pro Ser Glu His Asn Lys Gin Cys Ala Gly Lys Asp Leu 
435 440 445 



Val Val Leu Thr Ala Val Val Phe Val Ala Tyr He Phe Arg Arg Tyr 
450 455 460 



Asp Trp He Ala Gly Glu Gly Gly Ser He Thr Ala Phe Gin Arg Thr 
465 470 475 480 



Asn 



<210> 2 

<211> 1632 

<212> DNA 

<213> Citrullus lanatus 

<400> 2 



atgaaggtca 


ccatgacctc 


cggcggaatg 


ccttccatac 


cttcatcgat 


ttcgccaccg 


60 


ccggtcactt 


taccgctcag 


aaatatcccc 


ggcagctacg 


gtttgccgct 


gttcggatcc 


120 


atcggtgacc 


ggctggatta 


cttctggttt 


caaggacccg 


agaagttctt 


caggtctcgg 


180 


atggagaaga 


atcaaagtac 


ggttttcaga 


acgaatgttc 


ctccgtcgtt 


ccctttcttc 


240 


ttcaccgatc 


cgagagtgat 


tgcggttctg 


gattgcaagt 


cgtttgcgca 


tctattcgac 


300 


atggaaatcg 


tggagaagaa 


gaatgttctg 


gtcggtgatt 


tcatgccgag 


cacaagtttc 


360 


accggaaata 


tgagagtctg 


tgcgtatttg 


gatacgtcgg 


aatctcaaca 


ctcgaagata 


420 


aaaaacttcg 


tcatggacgt 


tctgcggcgg 


agctcgagga 


tttggataca 


ggagttggaa 


480 



.1 t 



tc.gaacctat 


cgacgatgtg 


ggacagcata 


gaatccgaaa 


tcgcaaagga 


cacaaaatcc 


540 


agcttcagaa 


accatctcca 


accaactctt 


ttcaatttct 


tctccaaaac 


cctggccggc 


600 


gccgacactg 


caaaatcacc 


ggaagtggct 


aaatccggct 


acatcgacgt 


cataatttgg 


660 


ctggggctcc 


agctggtccc 


caccatccac 


atcggcattc 


tccaacccct 


ggaagaaata 


720 


ttcctccact 


ctttccgatt 


acccttcttc 


cccatcgcct 


ctcgctacca 


aagactctac 


780 


gatttcatcc 


aaaaagaagg 


ggaagaagtg 


gttgagcgag 


gcgtttcgga 


gttcgggttg 


840 


acgaaggatg 


aagcaattca 


caatctcatc 


ttcaccatgg 


gattcaacgc 


ctacggtggt 


900 


ttcagtctct 


tcttcccggt 


tctactcgat 


cggatactca 


acgacaaaac 


cggtttacaa 


960 


cagagaatcc 


tcgaggaagt 


caaggcaaaa 


accggctccg 


gtctgacatt 


cgagtcggtc 


1020 


aaggagatgg 


atctcatcta 


ctccgtcgtt 


tacgagacac 


tccggcttga 


cccgccggtt 


1080 


ccaacccagt 


acgcgagagc 


cagaaaggat 


ttcaagctaa 


gttcctacga 


ttcagcgtat 


1140 


agcatcaaga 


aaggggagct 


gctttgtggg 


tatcagccgc 


tggtgatgag 


agacccgaag 


1200 


gtgttcaata 


aaccgaagac 


gtttaatccg 


ggccggttcc 


ggggagagaa 


gggggcggcg 


1260 


ctgctggatt 


atttgttctg 


gtcgaacggg 


ccgcagacgg 


gactaccgag 


cgagcataac 


1320 


aagcagtgcg 


ccgggaagga 


tttggtggtg 


ctgacggcag 


tggtgttcgt 


ggcttacata 


1380 


tttcgaaggt 


atgattggat 


tgcaggggaa 


ggaggttcga 


ttacagcttt 


tcaaaggacc 


1440 


aactgaagtg 


aaatatatat 


atatatgtag 


attgagaact 


gcagcttttt 


ttgttcatgg 


1500 


cttctttttt 


atgtatgagt 


gtggagccca 


aatgaaaaaa 


attggaaaaa 


ttaatcaata 


1560 


aaattaagat 


tccatttaaa 


aaaaaaaaaa 


aaaaaaaaaa 


gcaaaaaaaa 


aaaaaaaaaa 


1620 


aaaaaaaaaa 


aa 










1632 



<210> 3 

<211> 27 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Artificial sequence derived from partial watermelon Hydroperoxide 
lyase sequence 

<400> 3 

ccggctccgg tctgacattc gagtcgg 27 

<210> 4 
<211> 29 
<212> DNA 



<213> Artificial Sequence 
<220> 

<223> Artificial sequence derived from partial watermelon hydroperoxide 
lyase sequence 

<400> 4 

gctcgctcgg tagtcccgtc tgcggcccg 29 



<210> 5 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Artificial sequence designed 
gene 

<400> 5 

cgcactagta tgaaggtcac catgacctc 



from watermelon hydroperoxide lyase 



29 



<210> 6 

<211> 29 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Artificial sequence designed from watermelon hydroperoxide lyase 
gene 



<400> 6 

ggtaagcttc agttggtcct ttgaaaagc 



29 



